E. coli and Klebsiella pneumoniae are especially prevalent in patients with gastrointestinal (GI) and lung cancers (6) . Due to their abilities to cause basic cellular functional changes and attack host defense mechanisms, these bacteria have become a model for host pathogen interactions (7) .
A molecular machine like ribosome translates the genetic code from messenger RNA into an amino acid sequence by RNA selection, peptide bond formation and translocation (8) (9) . They combined this observation with previously published experimental evidences and suggested that complementarity between the 3' tail of the 16S rRNA and the region 5' of the start codon on the mRNA was sufficient to create a stable, doublestranded structure that could position the ribosome correctly on the mRNA during translation initiation.
The motif on the mRNAs, 5'-GGAGGU-3', and variations on it that are also complementary to parts of the 3' 16S rRNA tail, have since been referred to as the Shine-Dalgarno (SD) sequence. Shine and Dalgarno's theory was bolstered by Steitz and Jakes in 1975 (10) and eventually experimentally verified in 1987, by Hui and de Boer (11) and Jacob et al. (12) .The SD sequence has been established by experimental evidence that came from mutation studies. Unfortunately, experiments are tedious and only a few mutated SD sequences have been examined. Biopharmaceutical studies are highly interested in improving translation efficiency (13) .
In the present study, we tried to find the best possible SD for translation in Listeria monocytogenes La111, and Klebsiella pneumoniae KCTC 2242 through DAMBE software and BLAST analyzes. (14, 15) . PWM is computed as:
Materials and methods

This
(1) where i= 1, 2, 3 and 4 refer to A, C, G and U, respectively, and j is the site index, and p i is the background frequency of nucleotide i, and p ij is the site specific nucleotide frequency for nucleotide i at site j.
Results
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